To test the performance of BONITA-RD with different methods for data transformation in 5 [0, 1] domain i.e. calculating active cell proportions from real data, the following methods 6 were compared using data described in [8]-feature rescaling, fuzzy c-means clustering [1, 2] 7 and division by the maximum element. The mean square errors were evaluated ( Fig S2) 8 to find that the division by the maximum element produced the lowest average error across 9 networks (Fig S2) . In addition, the following binarization methods were compared -BASC-A, 10 

